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Figure 1 

A - AMPHI mid points of blocks. 

R - Residues matching the Rothbard/Taylor motif. 
D - Residues matching the I Ad motif, 
d - Residues matching the IEd motif. 
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Figure 1 (cont . ) 

530 535 540 545 550 555 560 565 570 575 580 585 590 595 600 
GEGHPGPVRRFTTASIGLPPPRGLNLLPKSQTTLNLTWQPIFPSSEDDFYVEVERRSVQKSDQQNIKVPGNLTSV 
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LLNNLHPREQYWRARVNTKAQGEWSEDLTAWTLSDILPPQPENIKISNITHSSAVISWTILDGYSISSITIRYK 
AAA AAAAA. . AAAAA AA . . AAA AAAAAAAA 



DD DDDDDDDDD DDDDDD. . . 



680 685 690 695 700 705 710 715 720 725 730 735 740 745 750 
VQGKNED0HVDVKIKNAT1IQYQLKGLEPETAYQVDIFAENNIGSSNPAFSHELVTLPESQAPADLGGGKMLLIA 
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AAA AAAAAAAAAA AAAA A 
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DDDDDD 
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FQDVIGEGNFGQVLKARIKKDGLRMDAAIKRMKEYASKIDDHRDFAGEIiEVLCKLGHHPNIINLLGACEHRGYLYL 

AA AAAAA AAAAAAAAA . . .AAAA. AAAA. . . AAAAAAAAAAAAAAA 
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AIEYAPHGNLLDFLRKSRVLETDPAFAIANSTASTLSSQQLLHFAADVARG^YLSQKQFIHRDLAARNILVGEN 

AAAAAAAAAAAA AAA. . . .AAA. . AAAAAAAAAA 
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YVAKIADFGLSRGQEVYVKKTMGRLPVRWI^IESL 

AAAAA AAAAAAA. . . .AAA AAAA AAAAAAA 

. . . RRRR RRRRRRRRR RRRR RRRR RRRR . 



1055 1060 1065 1070 1075 1080 1085 1090 1095 1100 1105 1110 1115 1120 1125 
LPQGYRLEKPLNCDDEVYDLMRQCWREKPYERPSFAQILVSLNRMLEERKTYVNTTLYEKFTYAGIDCSAEEAA 

AAAAAAAAAAAA. . .AAAAAAAAA AAAAAAA 
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Potential T cell epitopes: 

TEK 1 aa 55-90 TEK 4 aa 427-442 

TEK 2 aa 163-176 TEK 5 aa 530-542 

TEK 3 aa 345-362 
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Figure 2 

TEK = TIE2 

Approx position 1 5 0 

TEK MD-SIiASLVLCGVSLLLSGTVEGAMDLILINSLPLVSDAETSLTCIAS - - 
TIE1 MVWRVPPFLL- -PILFLASHVGAAVDLTLIANLRLTDPQRFFLT&VSGEA 
* * * * ^ * .** ***... 



TEK GWRPHEPITIGRDFEALMNQHQDPLEVTQDVTREWAKKVVWKR 

TIE1 GAGRGSDAWGP- -PLLLEKDDRIVRTPPGPPLRLARNGSHQ VTLRGF 

^ * * * ^ ^ * m * * 

TEK EKASKINGAYFCEGRVRGEAIRIRTMKMRQQASFLPATLTMTVDKGDNVN 
T I E 1 S KPSDLVG VFS CVGGAGARRTR VI YVHNS PGAHLLPDKVTHTVNKGDTA V 

* ^ * ^ * * * m * ^ m + *•* *** *** 

TEK ISFKKVLIKEEDAVIYKNGSFIHSVPRHEVPD- ILEVHLPHAQPQDAGVY 

TIE1 LSARVHKEKQTDVIWKSNGSYFYTLDWHEAQDGRFLLQLPNVQPPSSGIY 

* t * ^ * *** ** * ^ ..**. * * . * . * 

TEK SARYIGGNLFTSAFTRLIVRRCEAQKWGPECNHLCTACMNNGVCHEDTGE 
TIE1 SATYIiEASPLGSAFFRLIVRGCGAGRWGPGCTKECPGCLHGGVCHDHDGE 

* * * ^ ^ *** ***** * * *** * * . * . . ****.. * * 

TEK CICPPGFMGRTCEKACELHTFGRTCKERCSGQEGCKSYVFCLPDPYGCSC 
TIE! CVCPPGFTGTRCEQACREGRFGQSCQEQCPGISGCRGLTFCLPDPYGCSC 

* ^ ***** * ** ** *★_**_** **.. *********** 



TEK ATGWKGLQCNEACHPGFYGPDCKLRCSCNNGEMCDRFQGCLCSPGWQGLQ 
TIE1 GSGWRGSQCQEACAPGHFGADCRLQCQCQNGGTCDRFSGCVCPSGWHGVH 
* * * ** *** ** _*_** > * > * * ^ * * **★* ** i * ii ** > * >> 

TEK CEREGIPRMTPKIVDIiPDHIEVNSGKFNPI -CKASGWPLPTNEEMTLVKP 
TIE1 CEKSD RI PQ ILNMASEIiEFNIiETMPRINCAAAGNPFPVRGS IEIjRKP 

* * *.* ** *** *** ^ * * * 

TEK DGTVLHPKDFNHTDHFSVAIFTIHRILPPDSGVWCSVNTVAGMVEKPFN 
TIE1 DGTVLLSTKAIVEPEKTTAEFEVPRLVLADSGFWECRVSTSGGQDSRRFK 
***** . * * . * . . .*** * * *.* .* . *. 

TEK I S VKVLPKPLNAPNVIDTGHNF AVIN I S S EPYFGDGP I KS KKLL YKPVNH 
TIE1 VNVTCVPPVPLAAPRLL-TKQSRQLWSPLVSFSGDGPISTVRLiHYRPQDS 
^ *** * ** ** . t * ***** # * *.* . 

TEK YEAWQHIQVT-NEIVTLiNYLEPRTEYELCVQLVRRGEGGEGHPGPVRRFT 
TIE1 TMDWSTIVVDPSENVTLMNLRPKTGYSVRVQLSRPGEGGEGAWGPPTLMT 

* ** **** ************** ** * 

TEK TAS IG - LPPPRGLNLLPKSQTTLNLTWQ - PIFPS S - - EDDFYVEVERRS V 

TIE1 TDCPEPLLQPWLEGWHVEGTDRLRVSWSLPLVPGPLVGDGFLLRLWDGTR 

* * * . m * f> ** # *^ 

TEK QKSDQQNIKVPGNLTSVIiliNNLHPREQYVVRARVNTKAQGEWSEDLTAWT 
TIE1 GQERRENVSS PQARTA - LLTGLTPGTHYQLDVQL YHCTLLGPAS PPAHVXi 

* . * * ** ** ^ * 
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Figure 2 (cont . ) 



TEK LSDILPPQPENIKISNITHSSAVISWTILDGYSISSITIRYKVQGKNEDQ 
TIE1 LPPSGPPAPRHLHAQALSDSEIQLTWKHPEA- - LPGPISKYWEVQVAGG 

* . ***.. ...* . . * ... . * * . 

TE K HVD VKI KNAT 1 1 Q YQLKGLE PETAY QVD I FAENN IGSSNPA 

TIE1 AGDPLWIDVDRPEETSTIIRGLNASTRYLFRMRASIQGLGDWSNTVEEST 

* ** ** 

TEK FSHELVT LPESQAPADLGGGKMLLIAILGSAGMTCLTVLLAFLIILQ 

TIE1 LGNGLQAEGPVQESRAAEE-GLDQQLILAWGSVSATCLTILAAIiLTLVC 

* . . . * .. *..*..** . ****.* * . * 

TEK LKRANVQRRMAQAFQNW-EEPAVQFNSGTLAL.NRKVKNNPDPTIYPVLD 
TIE1 IRRSCLHRRRTFTYQSGSGEETILQFSSGTLTLTRRPKLQPEPLSYPVLE 

* * * * * * ******* *^ * ** **** 

TEK WNDIKFQDVIGEGNFGQVLKARIKKDGLRMDAAIKRMKEYASKDDHRDFA 
TIE1 WEDITFEDLIGEGNFGQVIRT^MIKKDGLKMNAAIKMLKEYASENDHRDFA 

* ** *********** >> * ****** ***** ***** ****** 

TEK GELEVLCKLGHHPNIINLLGACEHRGYLYLAIEYAPHGNLLDFLRKSRVL 
TIE1 GELEVLCKLGHHPNIINLLGACKNRGYLYIAIEYAPYGNLLDFLRKSRVL 
********************** *********** ************* 

TEK ETDPAFAIANSTASTLSSQQLiLHFAADVARGMDYLSQKQFIHRDLAARNI 
TIE1 ETDPAFAREHGTASTLSSRQLliRFASDAANGMQYLSEKQFIHRDLAARNV 
******* < **********^*** * *****^ ************ ^ 

TEK LVGENYVAKIADFGLSRGQEVYVKKTMGRLPVRWMAIESLNYSVT'TTNSD 
TIE1 LVGENLASKIADFGLSRGEEVYVKKTMGRLPVRWMAIESLNYSVYTTKSD 

^ ********** _ **************************** ^ ** 

TEK VWSYGVLLWEIVSLGGTPYCGMTCAELYEKLPQGYRLEKPLNCDDEVYDL 
TIE1 VWSFGVLLWEIVSLGGTPYCGMTCAELYEKLPQGYRMEQPRNCDDEVYEL 
*** ******************************** , *. * ******** 



TEK MRQCWREKPYERPSFAQILVSLNRMLEERKTYVNTTLYEKFTYAGIDCSA 
TIE1 MRQCWRDRPYERPPFAQIALQLGRMLEARKAYVNMSLFENFTYAGIDATA 
****** > t ******** * t * **** ***** ********* * 

TEK EEAA 
TIE1 EEA- 



Potential epitopes as located on Fig. 1 (same numbering system 
used) 
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Figure 3 
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b) CD45RA+ Enriched cells 




Figure 4 
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Figure 5 
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